ABSTRACT We report here the complete annotated genome sequence of Flavobacterium psychrophilum OSU THCO2-90, isolated from Coho salmon (Oncorhynchus kisutch) in Oregon. The genome consists of a circular chromosome with 2,343 predicted open reading frames. This strain has proved to be a valuable tool for functional genomics.
whereas strain ATCC 49418 T contains only a remnant CRISPR system; (ii) a genomic island in strain OSU THCO2-90 (genomic coordinates: 1,323,198 to 1,398,091); and (iii) the absence of a 2.7-kb plasmid in strain OSU THCO2-90 (19) , which probably makes it more amenable to genetic manipulations (13) .
The availability of this complete genome may help in understanding host specificity and genome evolution and will facilitate functional genomics studies. Using Tn4351-mediated random mutagenesis, we already obtained about 1,000 mutants whose precise sites of transposon integration into the chromosome can easily be determined by inverse PCR (15) . Accession number(s). This genome has been deposited in ENA under accession number LT670843.
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